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Abstract: Dystonia is a rare movement disorder which is characterized by sustained or intermittent
muscle contractions causing abnormal and often repetitive movements, postures, or both. The two
most common forms of adult-onset focal dystonia are cervical dystonia (CD) and benign essential
blepharospasm (BSP). A total of 121 patients (CD, 74; BSP, 47) were included in the study. The average
age of the patients was 64 years. For the next-generation sequencing (NGS) approach, 30 genes
were selected on the basis of a thorough search of the scientific literature. Assessment of 30 CD- and
BSP-associated genes from 121 patients revealed a total of 209 different heterozygous variants in
24 genes. Established clinical and genetic validity was determined for nine heterozygous variations
(three likely pathogenic and six variants of uncertain significance). Detailed genetic examination is
an important part of the work-up for focal dystonia forms. To our knowledge, our investigation is
the first such study to be carried out in the Middle-European region.

Keywords: dystonia; genetic; focal; cervical dystonia; blepharospasm

1. Introduction

Dystonia is a rare movement disorder which is characterized by sustained or intermit-
tent muscle contractions causing abnormal (e.g., torsional) and often repetitive movements,
postures, or both [1]. This disorder is classified along two axes: clinical characteristics and
etiology [1]. The distribution of dystonia according to clinical characteristics is classified as
follows: (1) focal—one body site is affected; (2) segmental and multifocal—more than one
contiguous or noncontiguous body site is affected; (3) hemidystonia—only one side of the
body is affected; (4) generalized—trunk and two or more other body sites are affected [1].
The two most common forms of adult-onset focal dystonia are cervical dystonia (CD) and
benign essential blepharospasm (BSP).

Onset of CD usually occurs between 45 and 50 years of age [2]. The risk of dystonia
spreading to other parts of the body in this population is very low [3]. In addition to the
dystonic posture of the cervical region, dystonic tremor and pain are also present in some
patients [4–6]. For the proper treatment of CD patients, botulinum neurotoxin (BoNT)
therapy (types A and B) is essential [7]. Muscles that play a critical role in the development
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of abnormal posture and/or movement are selected and injected under ultrasound and/or
electromyographical control according to the collum-caput concept [6,8].

BSP affects dominantly, but not exclusively, the orbicular oculi muscles [9]. The disease
usually starts between the ages of 50 and 70 [9]. In addition to bilateral, synchronous
involuntary muscle contractions, BSP is characterized by eyelid-opening apraxia and
increased blink rate [9]. The risk of the disease spreading to other parts of the body is
higher compared to other types of focal dystonia [10].

Nonmotor symptoms may also appear as part of the disease (burning or dry feeling in
the eyes, photophobia) [9]. Depression and obsessive/compulsive symptoms are relatively
common in this population [9]. BoNT type A treatment is considered the gold standard for
BSP [11].

The importance of recognizing and treating nonmotor symptoms (e.g., executive
dysfunction, anxiety, and depression) is becoming increasingly emphasized for both CD
and BSP [4].

The emerging understanding of the etiology of dystonia is very complex. An increasing
accumulation of convincing evidence suggests genetic causes; however, the actual genetic
cause is often difficult to elucidate. Family history is often negative, which can be partially
explained by the reduced penetrance exhibited by the disease [12]. The number of known
monogenic forms of dystonia is constantly increasing, even though genetic screening
studies performed on these patient cohorts sometimes yield very few relevant results. The
average hit rate is 37%; however, genetic diagnosis is more likely for cases with an early age
of onset and in combination with the dystonia phenotype. In isolated dystonia forms, the
average hit rate is only approximately 4% [13]. To increase the positive genetic diagnostic
result rate, some authors recommend the introduction of a scoring system that might help
clinicians to prioritize their patients for genetic testing [13]. CIZ1 and GNAL variants are
the most often identified genes for BSP, whereas THAP1, CIZ1, GNAL, and ANO3 mutations
are detected most often in genetic screening studies of CD [14–18]. However, growing
evidence supports the assumption that the genetic background is a significant contributor
to the pathogenesis of these diseases.

The purpose of this clinical study was to perform a genetic analysis of a patient
subpopulation with the two most common forms of defined focal dystonia, CD and BSP. To
this end, we performed targeted next-generation sequencing (NGS) using genes previously
associated with different forms of dystonia as reported in the available scientific literature.
The fact that, to the best of our knowledge, no similar study has yet been performed
for the Middle-European focal dystonia population, emphasizes the importance of this
investigation.

2. Results

The assessment of the targeted NGS approach revealed altogether 209 different vari-
ants in 24 genes from the 30 dystonia-associated genes. The most frequently affected
genes were SYNE1 (39 different variants for 76 patients), COL6A3 (29 different variants
for 36 patients), ATM (22 different variants for 63 patients), and CACNA1B (20 different
variants for 114 patients) (Figure 1). No variants were identified for the following genes:
FTL, PANK2, RAB12, THAP1, TUBB4A, and WDR45.

According to the ACMG guidelines, two variants identified in the ATM and the
ATP7B genes are considered pathogenic (Table 1). Four variants are categorized as likely
pathogenic: one in COL6A3 and three in the GNAL genes (Table 1). Fifty-three variants are
considered variant of uncertain significance (VUS) with pathogenic favor (Supplementary
Table S1).

The two pathogenic variants and one of the likely pathogenic variants (COL6A3:
p.Gln2245Ter) are unlikely to be disease-causing for the affected patients that carry them
as they are autosomal recessive, and the identified variants occur in the heterozygous
state. Obviously, it is also possible that the second variant required for autosomal recessive
inheritance was not identified in our study. Intronic, including deep intronic, mutations
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can create strong cryptic splice acceptor sites leading to frameshift mutations; however,
they cannot be identified by NGS panels and WES.
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Figure 1. The distribution of the variants for each investigated gene (all patients; n = 121). The
autosomal dominant inheritance mode is indicated with dark color, whereas the recessive is indicated
with light color. No inheritance data are available for REEP4 (transparent color). Interestingly, the
most frequently identified variation in our population was in the SYNE1 gene (Synofzik et al. [19]
have already shown that SYNE1 mutations can not only cause pure cerebellar ataxias). Abbreviations:
ANO3—anoctamin 3; ATM—ataxia-telangiectasia mutated; ATP7B—ATPase copper transporting
beta; C19orf12—chromosome 19 open reading frame 12; CACNA1A—calcium channel, voltage-
dependent, P/Q type, alpha-1A subunit; CACNA1B—calcium channel, voltage-dependent, N type,
alpha-1B subunit; CIZ1—CIP1-interacting zinc finger protein; COL6A3—collagen, type VI, alpha-3;
CP—ceruloplasmin; DRD5—dopamine receptor D5; FTL—ferritin light chain; FUS—fused in sarcoma;
GCH1—GTP cyclohydrolase 1; GNAL—guanine nucleotide-binding protein alpha-activating activity
polypeptide, olfactory type; KMT2B—lysine-specific methyltransferase 2B; LRRK2—leucine-rich
repeat kinase 2; PANK2—pantothenate kinase 2; PRKRA—protein kinase, interferon-inducible double-
stranded RNA-dependent activator; RAB12—RAS-associated protein RAB12; REEP4—receptor
expression-enhancing protein 4; SGCE—sarcoglycan, epsilon; SPR—sepiapterin reductase; SYNE1—
spectrin repeat-containing nuclear envelope protein 1; TH—tyrosine hydroxylase; THAP1—THAP
domain-containing protein 1; TOR1A—torsin 1A; TUBB4A—tubulin, beta-4A; VPS16—VPS16 core
subunit of corvet and HOPS complexes; VPS41—VPS41 subunit of HOPS complex; WDR45—WD
repeat-containing protein 45.

All 53 VUS were reviewed in association with patient symptoms to validate their
clinical significance. From the identified 53 VUS, six variants can be considered as clinically
relevant in our cohort: one in each of the ANO3, CIZ1, KCNN2, and KMT2B genes and two
in the VPS16 gene (Table 1). All of these variants were identified in heterozygous form,
which is in agreement with the reported mode of inheritance for these genes. The majority
of the identified variants are missense, complicating the consideration of causality. Only
one nonsense and three splice region variants were identified.

From the 14 cases subjected to WES, genetic diagnosis was established for two cases in
which a causative likely pathogenic GNAL variant and the previously mentioned KCNN2
VUS were identified. No differences were found during the CNV analyses.
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Table 1. The main genetic findings of the study.

Gene (Inher-
itance)

Transcript
Number

cDNA
Position

Protein
Position Zygosity MAF ACMG Classification PhyloP100

Way Score

Focal
Dystonia
Type

Detection
Method

ATM (AR) NM_000051.3 c.6095G>A p.Arg2032Lys Heterozygous 0.0062% Pathogenic (PM2, PP3,
PP5) 9.349 CD PS

ATP7B (AR) NM_000053.4 c.2605G>A p.Gly869Arg Heterozygous 0.1251% Pathogenic (PM1, PP2,
PM2, PM5, PP3, PP5) 7.735 CD PS

COL6A3
(AR) NM_004369.4 c.6733C>T p.Gln2245Ter Heterozygous 0 Likely pathogenic

(PVS1, PM2) 5.899 BSP PS

GNAL (AD) NM_182978.4 c.677G>T p.Cys226Phe Heterozygous 0 Likely pathogenic (PP3,
PM2, PP2) 8.978 CD PS

GNAL (AD) NM_182978.4 c.1315G>A p.Val439Met Heterozygous 0 Likely pathogenic (PP3,
PM2, PP2) 9.509 CD PS

GNAL (AD) NM_182978.4 c.1288G>A p.Ala430Thr Heterozygous 0 Likely pathogenic (PP3,
PM2, PP2) 9.781 CD WES

ANO3 (AD) NM_031418.4 c.2276-6T>C - Heterozygous 0.0062% VUS (PM2) −0.004 CD PS

CIZ1 (AD) NM_001131016.2 c.1820A>G p.Glu607Gly Heterozygous 0 VUS (PM2, BP4) 4.452 CD PS

KCNN2
(AD) NM_021614.4 c.1625G>A p.Arg542Gln Heterozygous 0.0009% VUS (PM2, PP2) 9.755 CD WES

KMT2B (AD) NM_014727.2 c.3136C>T p.Arg1046Cys Heterozygous 0 VUS (PM2, PP2) 3.599 CD PS

VPS16 (AD,
AR) NM_022575.4 c.1370T>C p.Leu457Pro Heterozygous 0 VUS (PM2, PP3) 7.103 CD PS

VPS16 (AD,
AR) NM_022575.4 c.241-2A>C - Heterozygous 0 VUS (PM2, PVS1) 6.559 BSP PS

Abbreviations: AD—autosomal dominant; AR—autosomal recessive; BSP—benign essential blepharospasm;
CD—cervical dystonia; MAF—minor allele frequency in the gnomAD database among non-Finnish Europeans;
PS—panel sequencing; WES—whole-exome sequencing. Phylo P score is an indicator of evolutionary conservation
at each site compared to a hypothetical neutral drift. The higher the positive score, the more conserved the site is,
while negative scores indicate an acceleration in variation.

3. Discussion

In the present clinical study of focal dystonia, we performed targeted NGS examination.
For 114 cases, gene panels (with 30 genes) were used for testing. Whole-exome sequencing
(WES) was performed for 14 additional cases (seven of these patients were previously
tested using gene panels).

In accordance with the scientific literature, we detected potentially relevant variations
in known genes previously associated with CD and BSP, such as CIZ1, GNAL, and ANO3,
and in other dystonia-related genes, such as KMT2B, VPS16, and KCNN2, for a total of nine
patients (Table 1).

In the case of GNAL gene, three likely pathogenic variants are considered significant.
The GNAL c.677G>T (p.Cys226Phe) variant was identified from a male patient who

suffers from left-sided neck pain and right-directed laterocollis, torticollis, and mild retro-
collis, as well as periodic “yes–yes” dystonic tremor, since the age of 27. The currently
49 year old unaffected mother of the patient also carries this variant in a heterozygous form.
In our opinion, the fact that the mother is unaffected is likely due to the low penetrance
characteristic of dystonia.

The symptoms of the female patient with the second GNAL c.1315G>A (p.Val439Met)
variant started at the age of 30. The complaint of the patient was that her head started
to turn slightly to the left and it was increasingly difficult for her to keep it in the middle
position. During physical examination, we noticed a torticollis to the left, as well as pain
on the left side of the trapezius muscle. No other member of the family was affected, and
none of the family members wished to participate in genetic testing.

The GNAL c.1288G>A (p.Ala430Thr) variant was identified for a female patient with
CD (left-directed laterocollis, torticollis, and antecollis with platysmal contractions) since
the age of 19. She received BoNT and deep-brain stimulation (bilateral globus pallidus
internus) treatments, but they were not effective. The complaints of the patient show a
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progressive nature. The mother and a sister of the patient have similar symptoms but were
not able to participate in genetic testing.

GNAL variants have been identified in less than 2% of dystonia patients of European
origin [20]. In our study, we report a higher frequency compared to previous reports. All
three variants described here are considered likely pathogenic, and the clinical phenotype
matches the features previously associated with GNAL variants.

For rare genetic diseases, familial segregation analysis provides valuable information
about the pathogenicity of the identified variant. In the case of dystonia, the variable onset
of the symptoms and the incomplete penetrance of the disease make analysis especially
difficult. Analysis is further complicated by the missense nature of the variants. Following
careful consideration based on the symptoms of patients, six VUS (five identified with gene
panels and one with WES) were considered clinically relevant: one in each of the ANO3,
CIZ1, KCNN2, and KMT2B genes and two in the VPS16 gene (Table 1).

One male patient with the c.2276-6T>C ANO3 splice region variant has had CD (left-
sided torticollis, right-sided laterocaput, and mild retrocollis) and dysarthria since the age
of 41. No family members were available for family testing.

A novel VUS, c.1820A>G (p.Glu607Gly) in the CIZ1 gene, was identified from a male
CD patient whose symptoms of right-directed torticollis and dysphonia started at the
age of 20. Unfortunately, no family members were available for segregation analysis of
this variant.

The KCNN2 c.1625G>A (p.Arg542Gln) variant identified by WES affects a highly
conserved amino-acid position. The affected patient has had involuntary twitching of
the head since the age of 21. We found the following alterations during the neurological
examination: CD symptoms include right torticollis, slight laterocaput to the left, “no–
no” tremor, and left sternocleidomastoid and the trapezius bundled on both sides. Mild
cerebellar symptoms and slight postural tremor were also present. We did not observe
any myoclonic jerk or significant eye movement abnormality. The brain MRI showed a
subcortical vascular malformation in the right hemisphere. The unaffected mother of the
proband does not carry the variant.

The KMT2B c.3136C>T (p.Arg1046Cys) variant was discovered in a CD patient. The
symptoms of the female patient started when she was 34 years old (left-sided laterocollis,
torticollis, and antecollis). BoNT was only partially effective. Dystonic symptoms improved
significantly, in agreement with the literature, after bilateral globus pallidus internus deep-
brain stimulation. None of the asymptomatic family members carried the variant, which
supports the possibility of the p.Arg1046Cys VUS being disease-causing.

Two rare variants of uncertain significance were uncovered in the VPS16 gene. The
c.1370T>C (p.Leu457Pro) missense variant was identified in a male CD patient with retro-
collis and dysarthria, and the c.241-2A>C splice site variant was found in a female with
BSP. VPS16 variants were first described in the background of an early-onset generalized
dystonic disorder with lysosomal dysfunction [21]. However, VPS16 variants have recently
been detected in patients with focal dystonia [22]. Our findings further suggest that VPS16
variants may be considered in cases of focal dystonia.

We believe that variants we identified in genes not yet associated with CD or BSP may
extend the phenotypic spectrum of these genes.

In summary, a genetically supported diagnosis was possible for nine cases of the
121 patients included in the study (hit rate: 7.4%), and this rate is in good agreement with
the literature (4%) [13]. The WES examination performed for 14 cases revealed only a likely
pathogenic variant and a VUS in the GNAL and KCNN2 genes in two cases. In our cohort,
we found no differences in other frequently reported genes (AOPEP and EIF2AK2) [23].
Except for one case (VPS16), all variants considered relevant were found in patients with
CD. The average age of patients was 64 years in our cohort; however, in agreement with
the literature, we found relevant variants almost exclusively in patients with earlier disease
onset (mean: 31.6 years) [24]. A limitation of our study is that no functional testing was



Int. J. Mol. Sci. 2023, 24, 10745 6 of 10

performed for the variants found, and the segregation analysis was not informative in the
vast majority of cases.

In conclusion, with our study—which we believe is the only thorough study of a
relatively large Middle-European focal dystonia population—we were able to further
strengthen the potential pathogenic role of novel variants in dystonia-related genes. Fur-
thermore, we raised the possibility of potentially novel/different phenotypes of known
disease-associated genes. Although we identified several variants, functional studies with
these variants (e.g., PAXgene-based or minigene assay), as well as the detection of addi-
tional variants in this patient group, are necessary to strengthen their pathogenic role. As
more and more information and evidence are becoming available regarding genes involved
in dystonia, it is likely that the status of our VUSs may change to pathogenic, and that
our diagnostic yield will increase. Given that WES analysis is not expected to have a
significantly higher hit rate compared to the use of gene panels, we recommend the use
of the panel we compiled for CD patients, particularly for cases when budget is limited.
Nevertheless, it is important to mention that the identification of a monogenic etiology in
the background of dystonia is expected to be rare, as other nongenetic etiological factors,
including developmental issues, environmental influences, epigenetic modifications, or
polygenic interactions, may also influence the development of the disorder. However,
if there is reasonable suspicion that the form of dystonia is genetically determined (e.g.,
positive family history; onset of the disease before the age of 20; other co-existing (neuro-
logical and non-neurological) symptoms), NGS may provide an exceptional opportunity
to confirm the disease-causing element [13]. In our opinion, in the near future, long-read
sequencing analysis can be expected to gain popularity in the field of neurological diseases,
including dystonia [25].

We hope that the information provided by the current study will aid the clinical
research for these genetically heterogeneous disorders. In terms of the applicability in
clinical environments, we see great benefit from performing detailed genetic examination
for generalized forms of dystonia and those combined with other movement disorders, as
well as for focal dystonia forms. We anticipate that the results of such genetic analyses will
be advantageous in the development of personalized treatment options.

4. Patients and Methods
4.1. Patients

Overall, 74 CD and 47 BSP nonrelated patients without a previous genetic diagnosis
were enrolled in the study. The gender distribution was as follows: 31 men and 90 women.
The average age of the patients was 64 years (range: 24–94 years). Patient inclusion in the
study was decided under the supervision of movement disorder experts at the Department
of Neurology of the University of Szeged. All patients fulfilled the current diagnostic
criteria for the corresponding focal dystonia form [1,26,27]. Written informed consent
was obtained from all patients participating in this study (Regional Human Biomedical
Research Ethics Committee of the University of Szeged registration number is 22/2021). All
procedures performed in this study involving human participants were in accordance with
the ethical standards of the Regional Human Biomedical Research Ethics Committee of the
University of Szeged and with the 1964 Helsinki Declaration and its later amendments or
comparable ethical standards.

4.2. Methods

For genomic DNA extraction, anticoagulated venous blood was collected, and DNA
extraction was performed according to the manufacturer’s protocol (QIAGEN GmbH,
Hilden, Germany). For the screening of genes associated with CD or BSP, a targeted
NGS approach was used for all 121 patients. For 114 cases, gene panels were used for
testing. Whole-exome sequencing (WES) was performed for 14 additional cases (seven of
these patients were previously tested using gene panels). Following a thorough search
of the scientific literature, we focused strongly on 30 genes previously associated with
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dystonia (Table 2). RNA probes for the selected loci were designed with SureDesign
software (19 July 2009, Agilent Technologies, Santa Clara, CA, USA), and the SureSelectQXT

Reagent Kit (Agilent Technologies, Santa Clara, CA, USA) was used for the preparation
of libraries. NGS was carried out on an Illumina NextSeq 550 NGS platform using the
300-cycle Mid Output Kit v2.5 (Illumina, Inc., San Diego, CA, USA). Paired-end reads were
aligned against the hg19 Human Reference Genome with the Burrows–Wheeler Aligner.
Genome Analysis Toolkit was used for variant-calling purposes. With this technique, a
mean on-target coverage of 290.9 was achieved, and 97.8% of the targets were covered at
least 20×. For the annotation of variants, the ANNOVAR software tool was used (version
2.0.2, 17 July 2017) [21]. Variant interpretation was carried out in accordance with the
2015 guidelines of the American College of Medical Genetics and Genomics [28] using
Franklin bioinformatic sites (https://franklin.genoox.com accessed on 13 January 2023).
We also applied VarSome [29] and SpliceAI [30]. Variants of interest were validated with
bidirectional Sanger sequencing. In the 14 cases in which WES was performed, copy
number variation (CNV) analysis was also completed.

Table 2. List of 30 genes examined in our focal dystonia population.

ANO3 CACNA1B FTL LRRK2 SGCE TOR1A

ATM CIZ1 FUS PANK2 SPR TUBB4A

ATP7B COL6A3 GCH1 PRKRA SYNE1 VPS16

C19orf12 CP GNAL RAB12 TH VPS41

CACNA1A DRD5 KMT2B REEP4 THAP1 WDR45
Abbreviations: ANO3—anoctamin 3 [31]; ATM—ataxia-telangiectasia mutated [32]; ATP7B—ATPase copper
transporting beta [33]; C19orf12—chromosome 19 open reading frame 12 [34]; CACNA1A—calcium channel,
voltage-dependent, P/Q type, alpha-1A subunit [35]; CACNA1B—calcium channel, voltage-dependent, N type,
alpha-1B subunit [36]; CIZ1—CIP1-interacting zinc finger protein [37]; COL6A3—collagen, type VI, alpha-3 [38];
CP—ceruloplasmin [39]; DRD5—dopamine receptor D5 [40]; FTL—ferritin light chain [41]; FUS—fused in
sarcoma [15]; GCH1—GTP cyclohydrolase 1 [42]; GNAL—guanine nucleotide-binding protein alpha-activating
activity polypeptide, olfactory type [20]; KMT2B—lysine-specific methyltransferase 2B [43]; LRRK2—leucine-
rich repeat kinase 2 [15]; PANK2—pantothenate kinase 2 [44]; PRKRA—protein kinase, interferon-inducible
double-stranded RNA-dependent activator [17]; RAB12—RAS-associated protein RAB12 [45]; REEP4—receptor
expression-enhancing protein 4 [16]; SGCE—sarcoglycan, epsilon [46]; SPR—sepiapterin reductase [47]; SYNE1—
spectrin repeat-containing nuclear envelope protein 1 [15]; TH—tyrosine hydroxylase [48]; THAP1—THAP
domain-containing protein 1 [49]; TOR1A—torsin 1A [50]; TUBB4A—tubulin, beta-4A [51]; VPS16—VPS16 core
subunit of corvet and HOPS complexes [52]; VPS41—VPS41 subunit of HOPS complex [21]; WDR45—WD
repeat-containing protein 45 [53].
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5. Hvizdošová, L.; Nevrlý, M.; Otruba, P.; Hluštík, P.; Kaňovský, P.; Zapletalová, J. The Prevalence of Dystonic Tremor and Tremor
Associated with Dystonia in Patients with Cervical Dystonia. Sci. Rep. 2020, 10, 1436. [CrossRef]

6. Szabó, M.; Do Kiem, D.; Gárdián, G.; Szpisjak, L.; Salamon, A.; Klivényi, P.; Zádori, D. Clinical Features of Cervical Dystonia
Patients Classified by the COL-CAP Concept and Treated with Ultrasound-Guided Botulinum Neurotoxin. Ideggyogy. Sz. 2023,
76, 37–45. [CrossRef] [PubMed]

7. Simpson, D.M.; Hallett, M.; Ashman, E.J.; Comella, C.L.; Green, M.W.; Gronseth, G.S.; Armstrong, M.J.; Gloss, D.; Potrebic, S.;
Jankovic, J.; et al. Practice Guideline Update Summary: Botulinum Neurotoxin for the Treatment of Blepharospasm, Cervical
Dystonia, Adult Spasticity, and Headache Report of the Guideline Development Subcommittee of the American Academy of
Neurology. Neurology 2016, 86, 1818–1826. [CrossRef]

8. Finsterer, J.; Maeztu, C.; Revuelta, G.J.; Reichel, G.; Truong, D. Collum-Caput (COL-CAP) Concept for Conceptual Anterocollis,
Anterocaput, and Forward Sagittal Shift. J. Neurol. Sci. 2015, 355, 37–43. [CrossRef]

9. Defazio, G.; Hallett, M.; Jinnah, H.A.; Conte, A.; Berardelli, A. Blepharospasm 40 Years Later. Mov. Disord. 2017, 32, 498–509.
[CrossRef]

10. Abbruzzese, G.; Berardelli, A.; Girlanda, P.; Marchese, R.; Martino, D.; Morgante, F.; Avanzino, L.; Colosimo, C.; Defazio, G.
Long-Term Assessment of the Risk of Spread in Primary Late-Onset Focal Dystonia. J. Neurol. Neurosurg. Psychiatry 2008, 79,
392–396. [CrossRef]

11. Duarte, G.S.; Rodrigues, F.B.; Castelão, M.; Marques, R.E.; Ferreira, J.; Sampaio, C.; Moore, A.P.; Costa, J. Botulinum Toxin Type A
Therapy for Hemifacial Spasm. Cochrane Database Syst. Rev. 2020, 2020, CD004899. [CrossRef]

12. Defazio, G.; Brancati, F.; Valente, E.M.; Caputo, V.; Pizzuti, A.; Martino, D.; Abbruzzese, G.; Livrea, P.; Berardelli, A.; Dallapiccola,
B. Familial Blepharospasm Is Inherited as an Autosomal Dominant Trait and Relates to a Novel Unassigned Gene. Mov. Disord.
2003, 18, 207–212. [CrossRef] [PubMed]

13. Zech, M.; Jech, R.; Boesch, S.; Škorvánek, M.; Weber, S.; Wagner, M.; Zhao, C.; Jochim, A.; Necpál, J.; Dincer, Y.; et al. Monogenic
Variants in Dystonia: An Exome-Wide Sequencing Study. Lancet Neurol. 2020, 19, 908–918. [CrossRef] [PubMed]

14. Balint, B.; Mencacci, N.E.; Valente, E.M.; Pisani, A.; Rothwell, J.; Jankovic, J.; Vidailhet, M.; Bhatia, K.P. Author Correction:
Dystonia. Nat. Rev. Dis. Prim. 2018, 4, 41572, Erratum in Nat. Rev. Dis. Prim. 2018, 4, 25. [CrossRef] [PubMed]

15. Dong, H.; Luo, Y.; Fan, S.; Yin, B.; Weng, C.; Peng, B. Screening Gene Mutations in Chinese Patients With Benign Essential
Blepharospasm. Front. Neurol. 2020, 10, 1387. [CrossRef]

16. Hammer, M.; Abravanel, A.; Peckham, E.; Mahloogi, A.; Majounie, E.; Hallett, M.; Singleton, A. Blepharospasm: A Genetic
Screening Study in 132 Patients. Park. Relat. Disord. 2019, 64, 315–318. [CrossRef]

17. Lange, L.M.; Junker, J.; Loens, S.; Baumann, H.; Olschewski, L.; Schaake, S.; Madoev, H.; Petkovic, S.; Kuhnke, N.; Kasten, M.; et al.
Genotype–Phenotype Relations for Isolated Dystonia Genes: MDSGene Systematic Review. Mov. Disord. 2021, 36, 1086–1103.
[CrossRef]

18. LeDoux, M.S.; Vemula, S.R.; Xiao, J.; Thompson, M.M.; Perlmutter, J.S.; Wright, L.J.; Jinnah, H.A.; Rosen, A.R.; Hedera, P.; Comella,
C.L.; et al. Clinical and Genetic Features of Cervical Dystonia in a Large Multicenter Cohort. Neurol. Genet. 2016, 2, e69. [CrossRef]

19. Synofzik, M.; Smets, K.; Mallaret, M.; Di Bella, D.; Gallenmüller, C.; Baets, J.; Schulze, M.; Magri, S.; Sarto, E.; Mustafa, M.; et al.
SYNE1 Ataxia Is a Common Recessive Ataxia with Major Non-Cerebellar Features: A Large Multi-Centre Study. Brain 2016, 139,
1378–1393. [CrossRef]

20. Erro, R.; Bhatia, P.K.; Hardy, J. GNAL Mutations and Dystonia. JAMA Neurol. 2014, 71, 1052–1053. [CrossRef]
21. Steel, D.; Zech, M.; Zhao, C.; Barwick, K.E.S.; Burke, D.; Demailly, D.; Kumar, K.R.; Zorzi, G.; Nardocci, N.; Kaiyrzhanov, R.; et al.

Loss-of-Function Variants in HOPS Complex Genes VPS16 and VPS41 Cause Early Onset Dystonia Associated with Lysosomal
Abnormalities. Ann. Neurol. 2020, 88, 867–877. [CrossRef]

22. Li, L.X.; Jiang, L.T.; Liu, Y.; Zhang, X.L.; Pan, Y.G.; Pan, L.Z.; Nie, Z.Y.; Wan, X.H.; Jin, L.J. Mutation Screening of VPS16 Gene in
Patients with Isolated Dystonia. Park. Relat. Disord. 2021, 83, 63–65. [CrossRef]

23. Garavaglia, B.; Vallian, S.; Romito, L.M.; Straccia, G.; Capecci, M.; Invernizzi, F.; Andrenelli, E.; Kazemi, A.; Boesch, S.; Kopajtich,
R.; et al. AOPEP Variants as a Novel Cause of Recessive Dystonia: Generalized Dystonia and Dystonia-Parkinsonism. Park. Relat.
Disord. 2022, 97, 52–56. [CrossRef] [PubMed]

https://doi.org/10.1002/mds.25475
https://doi.org/10.3389/fneur.2020.591418
https://www.ncbi.nlm.nih.gov/pubmed/33329340
https://doi.org/10.1136/jnnp-2019-321794
https://doi.org/10.4103/aian.AIAN
https://doi.org/10.1038/s41598-020-58363-2
https://doi.org/10.18071/isz.76.0037
https://www.ncbi.nlm.nih.gov/pubmed/36892297
https://doi.org/10.1212/WNL.0000000000002560
https://doi.org/10.1016/j.jns.2015.06.015
https://doi.org/10.1002/mds.26934
https://doi.org/10.1136/jnnp.2007.124594
https://doi.org/10.1002/14651858.CD004899.pub3
https://doi.org/10.1002/mds.10314
https://www.ncbi.nlm.nih.gov/pubmed/12539217
https://doi.org/10.1016/S1474-4422(20)30312-4
https://www.ncbi.nlm.nih.gov/pubmed/33098801
https://doi.org/10.1038/s41572-018-0039-y
https://www.ncbi.nlm.nih.gov/pubmed/30341354
https://doi.org/10.3389/fneur.2019.01387
https://doi.org/10.1016/j.parkreldis.2019.04.003
https://doi.org/10.1002/mds.28485
https://doi.org/10.1212/NXG.0000000000000069
https://doi.org/10.1093/brain/aww079
https://doi.org/10.1001/jamaneurol.2014.1506
https://doi.org/10.1002/ana.25879
https://doi.org/10.1016/j.parkreldis.2020.12.014
https://doi.org/10.1016/j.parkreldis.2022.03.007
https://www.ncbi.nlm.nih.gov/pubmed/35306330


Int. J. Mol. Sci. 2023, 24, 10745 9 of 10

24. Kumar, K.R.; Davis, R.L.; Tchan, M.C.; Wali, G.M.; Mahant, N.; Ng, K.; Kotschet, K.; Siow, S.F.; Gu, J.; Walls, Z.; et al. Whole
Genome Sequencing for the Genetic Diagnosis of Heterogenous Dystonia Phenotypes. Park. Relat. Disord. 2019, 69, 111–118.
[CrossRef]

25. Marsili, L.; Duque, K.R.; Bode, R.L.; Kauffman, M.A.; Espay, A.J. Uncovering Essential Tremor Genetics: The Promise of
Long-Read Sequencing. Front. Neurol. 2022, 13, 821189. [CrossRef] [PubMed]

26. Defazio, G.; Jinnah, H.A.; Berardelli, A.; Perlmutter, J.S.; Berkmen, G.K.; Berman, B.D.; Jankovic, J.; Bäumer, T.; Comella, C.;
Cotton, A.C.; et al. Diagnostic Criteria for Blepharospasm: A Multicenter International Study. Park. Relat. Disord. 2021, 91,
109–114. [CrossRef] [PubMed]

27. Kilic-Berkmen, G.; Pirio Richardson, S.; Perlmutter, J.S.; Hallett, M.; Klein, C.; Wagle-Shukla, A.; Malaty, I.A.; Reich, S.G.;
Berman, B.D.; Feuerstein, J.; et al. Current Guidelines for Classifying and Diagnosing Cervical Dystonia: Empirical Evidence and
Recommendations. Mov. Disord. Clin. Pract. 2022, 9, 183–190. [CrossRef]

28. Richards, S.; Aziz, N.; Bale, S.; Bick, D.; Das, S.; Gastier-Foster, J.; Grody, W.W.; Hegde, M.; Lyon, E.; Spector, E.; et al. Standards
and Guidelines for the Interpretation of Sequence Variants: A Joint Consensus Recommendation of the American College of
Medical Genetics and Genomics and the Association for Molecular Pathology. Genet. Med. 2015, 17, 405–424. [CrossRef] [PubMed]

29. Kopanos, C.; Tsiolkas, V.; Kouris, A.; Chapple, C.E.; Albarca Aguilera, M.; Meyer, R.; Massouras, A. VarSome: The Human
Genomic Variant Search Engine. Bioinformatics 2019, 35, 1978–1980. [CrossRef]

30. Jaganathan, K.; Kyriazopoulou Panagiotopoulou, S.; McRae, J.F.; Darbandi, S.F.; Knowles, D.; Li, Y.I.; Kosmicki, J.A.; Arbelaez, J.;
Cui, W.; Schwartz, G.B.; et al. Predicting Splicing from Primary Sequence with Deep Learning. Cell 2019, 176, 535–548. [CrossRef]

31. Charlesworth, G.; Plagnol, V.; Holmström, K.M.; Bras, J.; Sheerin, U.M.; Preza, E.; Rubio-Agusti, I.; Ryten, M.; Schneider, S.A.;
Stamelou, M.; et al. Mutations in ANO3 Cause Dominant Craniocervical Dystonia: Ion Channel Implicated in Pathogenesis. Am.
J. Hum. Genet. 2012, 91, 1041–1050. [CrossRef]

32. LNU, P.; Sehgal, V.; Kapila, S.; Gulati, N.; Bhalla Sehgal, L. Ataxia Telangiectasia Presenting as Cervical Dystonia. Cureus 2022,
14, 461. [CrossRef]

33. Brewer, G.J. Neurologically Presenting Wilson’s Disease. CNS Drugs 2005, 19, 185–192. [CrossRef] [PubMed]
34. Schulte, E.C.; Claussen, M.C.; Jochim, A.; Haack, T.; Hartig, M.; Hempel, M.; Prokisch, H.; Haun-Jünger, U.; Winkelmann, J.;

Hemmer, B.; et al. Mitochondrial Membrane Protein Associated Neurodegenration: A Novel Variant of Neurodegeneration with
Brain Iron Accumulation. Mov. Disord. 2013, 28, 224–227. [CrossRef]

35. Stampfl, B.; Fee, D. Novel Mutation in CACNA1A Associated with Activity-Induced Dystonia, Cervical Dystonia, and Mild
Ataxia. Case Rep. Neurol. Med. 2021, 2021, 1–4. [CrossRef]

36. Cocos, , R.; Raicu, F.; Băjenaru, O.L.; Olaru, I.; Dumitrescu, L.; Popescu, B.O. CACNA1B Gene Variants in Adult-Onset Isolated
Focal Dystonia. Neurol. Sci. 2021, 42, 1113–1117. [CrossRef]

37. Xiao, J.; Uitti, R.J.; Zhao, Y.; Vemula, S.R.; Perlmutter, J.S.; Wszolek, Z.K.; Maraganore, D.M.; Auburger, G.; Leube, B.; Lehnhoff, K.;
et al. Mutations in CIZ1 Cause Adult Onset Primary Cervical Dystonia. Ann. Neurol. 2012, 71, 458–469. [CrossRef]

38. Lohmann, K.; Schlicht, F.; Svetel, M.; Hinrichs, F.; Zittel, S.; Graf, J.; Lohnau, T.; Schmidt, A.; Mir, P.; Krause, P.; et al. The Role of
Mutations in COL6A3 in Isolated Dystonia. J. Neurol. 2016, 263, 730–734. [CrossRef]

39. Brugger, F.; Kägi, G.; Pandolfo, M.; Mencacci, N.E.; Batla, A.; Wiethoff, S.; Bhatia, K.P. Neurodegeneration With Brain Iron
Accumulation (NBIA) Syndromes Presenting With Late-Onset Craniocervical Dystonia: An Illustrative Case Series. Mov. Disord.
Clin. Pract. 2017, 4, 254–257. [CrossRef] [PubMed]

40. Brancati, F.; Valente, E.M.; Castori, M.; Vanacore, N.; Sessa, M.; Galardi, G.; Berardelli, A.; Bentivoglio, A.R.; Defazio, G.; Girlanda,
P.; et al. Role of the Dopamine D5 Receptor (DRD5) as a Susceptibility Gene for Cervical Dystonia. J. Neurol. Neurosurg. Psychiatry
2003, 74, 665–666. [CrossRef] [PubMed]

41. Devos, D.; Tchofo, P.J.; Vuillaume, I.; Deste, A.; Batey, S.; Burn, J.; Chinnery, P.F. Clinical Features and Natural History of
Neuroferritinopathy Caused by the 458dupA FTL Mutation. Brain 2009, 132, 2008–2010. [CrossRef]

42. Salles, P.A.; Terán-Jimenez, M.; Vidal-Santoro, A.; Chaná-Cuevas, P.; Kauffman, M.; Espay, A.J. Recognizing Atypical Dopa-
Responsive Dystonia and Its Mimics. Neurol. Clin. Pract. 2021, 11, e876–e884. [CrossRef] [PubMed]

43. Cif, L.; Demailly, D.; Lin, J.P.; Barwick, K.E.; Sa, M.; Abela, L.; Malhotra, S.; Chong, W.K.; Steel, D.; Sanchis-Juan, A.; et al.
KMT2B-Related Disorders: Expansion of the Phenotypic Spectrum and Long-Term Efficacy of Deep Brain Stimulation. Brain
2020, 143, 3242–3261. [CrossRef]

44. Wu, M.C.; Chang, Y.Y.; Lan, M.Y.; Chen, Y.F.; Tai, C.H.; Lin, Y.F.; Tsai, S.F.; Chen, P.L.; Lin, C.H. A Clinical and Integrated Genetic
Study of Isolated and Combined Dystonia in Taiwan. J. Mol. Diagn. 2022, 24, 262–273. [CrossRef] [PubMed]

45. Hebert, E.; Borngräber, F.; Schmidt, A.; Rakovic, A.; Brænne, I.; Weissbach, A.; Hampf, J.; Vollstedt, E.J.; Größer, L.; Schaake, S.;
et al. Functional Characterization of Rare RAB12 Variants and Their Role in Musician’s and Other Dystonias. Genes 2017, 8, 276.
[CrossRef]

46. Delgado-Alvarado, M.; Matilla-Dueñas, A.; Altadill-Bermejo, A.; Setién, S.; Misiego-Peral, M.; Sánchez-de la Torre, J.R.; Corral-
Juan, M.; Riancho, J. A Novel SGCE Variant Is Associated with Myoclonus-Dystonia with Phenotypic Variability. Neurol. Sci.
2020, 41, 3779–3781. [CrossRef] [PubMed]

47. Wijemanne, S.; Jankovic, J. Dopa-Responsive Dystonia-Clinical and Genetic Heterogeneity. Nat. Rev. Neurol. 2015, 11, 414–424.
[CrossRef]

https://doi.org/10.1016/j.parkreldis.2019.11.004
https://doi.org/10.3389/fneur.2022.821189
https://www.ncbi.nlm.nih.gov/pubmed/35401394
https://doi.org/10.1016/j.parkreldis.2021.09.004
https://www.ncbi.nlm.nih.gov/pubmed/34583301
https://doi.org/10.1002/mdc3.13376
https://doi.org/10.1038/gim.2015.30
https://www.ncbi.nlm.nih.gov/pubmed/25741868
https://doi.org/10.1093/bioinformatics/bty897
https://doi.org/10.1016/j.cell.2018.12.015
https://doi.org/10.1016/j.ajhg.2012.10.024
https://doi.org/10.7759/cureus.30723
https://doi.org/10.2165/00023210-200519030-00001
https://www.ncbi.nlm.nih.gov/pubmed/15740174
https://doi.org/10.1002/mds.25256
https://doi.org/10.1155/2021/7797770
https://doi.org/10.1007/s10072-020-04778-8
https://doi.org/10.1002/ana.23547
https://doi.org/10.1007/s00415-016-8046-y
https://doi.org/10.1002/mdc3.12393
https://www.ncbi.nlm.nih.gov/pubmed/30838262
https://doi.org/10.1136/jnnp.74.5.665
https://www.ncbi.nlm.nih.gov/pubmed/12700316
https://doi.org/10.1093/brain/awn274
https://doi.org/10.1212/CPJ.0000000000001125
https://www.ncbi.nlm.nih.gov/pubmed/34992971
https://doi.org/10.1093/brain/awaa304
https://doi.org/10.1016/j.jmoldx.2021.12.003
https://www.ncbi.nlm.nih.gov/pubmed/35041927
https://doi.org/10.3390/genes8100276
https://doi.org/10.1007/s10072-020-04718-6
https://www.ncbi.nlm.nih.gov/pubmed/32955639
https://doi.org/10.1038/nrneurol.2015.86


Int. J. Mol. Sci. 2023, 24, 10745 10 of 10

48. Lee, W.W.; Jeon, B.S. Clinical Spectrum of Dopa-Responsive Dystonia and Related Disorders. Curr. Neurol. Neurosci. Rep. 2014, 14,
1–13. [CrossRef] [PubMed]

49. Xiao, J.; Zhao, Y.; Bastian, R.W.; Perlmutter, J.S.; Racette, B.A.; Tabbal, S.D.; Karimi, M.; Paniello, R.C.; Wszolek, Z.K.; Uitti, R.J.;
et al. Novel THAP1 Sequence Variants in Primary Dystonia. Neurology 2010, 74, 229–238. [CrossRef]

50. Iqbal, Z.; Koht, J.; Pihlstrøm, L.; Henriksen, S.P.; Cappelletti, C.; Russel, M.B.; De Souza, O.N.; Skogseid, I.M.; Toft, M. Missense
Mutations in DYT-TOR1A Dystonia. Neurol. Genet. 2019, 5, 4–6. [CrossRef]

51. Bally, J.F.; Camargos, S.; dos Santos, C.O.; Kern, D.S.; Lee, T.; da Silva-Junior, F.P.; Puga, R.D.; Cardoso, F.; Barbosa, E.R.; Yadav,
R.; et al. DYT-TUBB4A (DYT4 Dystonia): New Clinical and Genetic Observations. Neurology 2021, 95, E1887–E1897. [CrossRef]
[PubMed]

52. Thomsen, M.; Lange, L.M.; Klein, C.; Lohmann, K. MDSGene: Extending the List of Isolated Dystonia Genes by VPS16, EIF2AK2,
and AOPEP. Mov. Disord. 2023, 38, 507–508. [CrossRef] [PubMed]

53. Cong, Y.; So, V.; Tijssen, M.A.J.; Verbeek, D.S.; Reggiori, F.; Mauthe, M. WDR45, One Gene Associated with Multiple Neurodevel-
opmental Disorders. Autophagy 2021, 17, 3908–3923. [CrossRef] [PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1007/s11910-014-0461-9
https://www.ncbi.nlm.nih.gov/pubmed/24844652
https://doi.org/10.1212/WNL.0b013e3181ca00ca
https://doi.org/10.1212/NXG.0000000000000343
https://doi.org/10.1212/WNL.0000000000010882
https://www.ncbi.nlm.nih.gov/pubmed/32943487
https://doi.org/10.1002/mds.29327
https://www.ncbi.nlm.nih.gov/pubmed/36670070
https://doi.org/10.1080/15548627.2021.1899669
https://www.ncbi.nlm.nih.gov/pubmed/33843443

	Introduction 
	Results 
	Discussion 
	Patients and Methods 
	Patients 
	Methods 

	References

